Reactive oxygen species (ROS), generated as a by-product of mitochondrial oxidative phosphorylation, are particularly damaging to the genome of skeletal muscle because of their high oxygen consumption. Proliferating myoblasts play a key role during muscle regeneration by undergoing myogenic differentiation to fuse and restore damaged muscle. This process is severely impaired during aging and in muscular dystrophies. In this study, we investigated the role of oxidatively damaged DNA and its repair in the mitochondrial genome of proliferating skeletal muscle progenitor myoblasts cells and their terminally differentiated product, myotubes. Using the C2C12 cell line as a well-established model for skeletal muscle differentiation, we show that myoblasts are highly sensitive to ROSmediated DNA damage, particularly in the mitochondrial genome, due to deficiency in 5' end processing at the DNA strand breaks. Ectopic expression of the mitochondrial-specific 5' exonuclease, EXOG, a key DNA base excision/ single strand break repair (BER/SSBR) enzyme, in myoblasts but not in myotubes, improves the cell's resistance to oxidative challenge. We linked loss of myoblast viability by activation of apoptosis with deficiency in the repair of the mitochondrial genome. Moreover, the process of myoblast differentiation increases mitochondrial biogenesis and the level of total glutathione. We speculate that our data may provide a mechanistic explanation for depletion of proliferating muscle precursor cells during the development of sarcopenia, and skeletal muscle dystrophies.
Introduction
The mitochondria generate the majority of the cellular energy via oxidative phosphorylation (OXPHOS) but are also involved in other important cellular functions including cell death signaling [1, 2, 3] , calcium signaling [4, 5] and various biosynthetic pathways [6, 7, 8] . Thus, maintaining mitochondrial homeostasis, including maintaining integrity of the mitochondrial genome, in mammalian cells is critical for survival [9, 10] . Mitochondria are a major cellular source of reactive oxygen species (ROS) generated as a by-product of OXPHOS, which continuously challenges the mitochondria and mitochondrial DNA. Oxidants induce a plethora of damaged bases and strand breaks in the genomes. While unrepaired oxidative lesions cause mutations, single-strand breaks (SSBs), particularly in the proliferating cells, have a more profound effect, by causing a collapse of DNA replication forks leading to formation of double strand breaks (DSBs) [11] and by stalling RNA polymerases during transcription [12] . The mutations due to mispairing of oxidized bases in human mitochondrial DNA are 20-to 100-fold higher than those in the nuclear DNA [13, 14, 15] , but their phenotypic threshold is high because of the multiple copies of the mitochondrial genome [16] . We observed earlier that accumulation of unrepaired SSBs in the mitochondrial genome alone decreases the mitochondrial membrane potential, increases ROS generation and decreases oxidative phosphorylation; the result is the triggering of apoptosis [17] . The DNA base excision repair (BER) is the primary DNA repair pathway that maintains integrity of the nuclear and mitochondrial genomes by repairing damage arising from oxidation, alkylation, deamination, depurination/depirimidination and the repair of abasic (AP) sites and SSBs resulting from spontaneous hydrolysis and oxidation, respectively [18, 19, 20, 21] . Briefly, repair of a base lesion is initiated with its excision by a DNA glycosylase to generate an AP site which is cleaved by AP-endonuclease 1 (APE1) in mammalian cells, leaving the 3' OH group and a nonligatable 5' deoxyribose phosphate (dRP) residue. This 5' blocking group is removed by DNA polymerase β (Pol β) or Polγ via their intrinsic dRP lyase activity in the nucleus and mitochondria, respectively [22] . Excision of the oxidized base by DNA glycosylases with intrinsic AP lyase activity generates either 5' phosphate and the 3' blocking phospho-ά,β unsaturated aldehyde; or 3' phosphate, which is subsequently removed by the intrinsic 3' phosphodiesterase activity of APE1; or 3' phosphatase activity of PNKP, respectively [23] . Further oxidation of deoxyribose moiety at the terminus of the SSB precludes removal of these lesions by the dRP lyase activity of Polß or Polγ. In this case, the 5' blocking group in the nuclear DNA together with additional nucleotides are removed by flap endonuclease 1 (FEN1), a 5' exo/endonuclease. Therefore, the resulting gap filling by a DNA polymerase and nick sealing by a DNA ligase (Lig) during BER can proceed via two subpathways: single-nucleotide (SN)-BER or long-patch (LP)-BER, which remove a single nucleotide or 2-6 additional nucleotides, respectively, at the 5' terminus [24] . Unlike the situation in the nucleus with multiple DNA polymerases and ligases, their sole mitochondrial counterparts, Polγ and Lig3, are responsible for both replication and repair of mitochondrial DNA [25, 26, 27, 28] . Mammalian mitochondria are proficient in SN-BER [29] and LP-BER, as reported by us [30] and others [31, 32] . The presence of several 5' exonucleases in mammalian mitochondria has been reported, including FEN1 [32] , DNA2 [33] and EXOG [34, 35] . We recently showed that EXOG provides the major activity to process the 5' terminus during mitochondrial LP-BER [17] .
Skeletal muscle has the unique ability to increase its metabolic rate 100-fold during maximal contractile activity [36] . This increase is associated with increases in the level of oxidative damage, especially in the mitochondria [37] . We previously reported that the skeletal muscle of mice may be particularly susceptible to oxidative stress due to lower nuclear and mitochondrial BER and expression of antioxidant enzymes in comparison to other tissues like liver or kidney [38] . The mitochondrial genome is significantly more sensitive to oxidative damage than its nuclear counterpart [15, 39, 40] , due to its unchromatinized structure, close proximity to OXPHOS and lack of introns [41] . The connection between mitochondrial genome damage and its pathophysiological consequences is being intensively studied in sarcopenia (an age-dependent loss of mass and strength of the skeletal muscle) and during various forms of muscular dystrophy [42, 43, 44, 45, 46, 47, 48, 49] . Although apoptosis plays an important role in skeletal muscle development and regeneration by controlling the population of proliferating myoblasts [50, 51, 52] , the pathophysiological link of oxidative stress and the role of the integrity of the nuclear and mitochondrial genomes during myogenic differentiation is unknown.
In this study, we investigate, for a first time, the effect of oxidative DNA damage, particularly SSBs and their repair, in proliferating myoblasts and terminally differentiated myotubes, using mouse C2C12 cells as a well-established cellular model of skeletal muscle differentiation [53, 54, 55] . We hypothesized that proliferating myoblasts are highly sensitive to oxidative damage due to a deficiency in the repair of the mitochondrial genome, which, in turn causes a loss of their viability by activation of the apoptotic pathway.
Material and Methods

2.1: Reagents
Reverse-phase HPLC-purified oligonucleotides were purchased from the Midland Certified Reagent Company (Midland, TX); their sequences are shown in Table 1 
2.2: Cell culture
The mouse muscle myoblasts cell line (C2C12) was obtained from the ATCC (cat# CRL-1772). Undifferentiated, proliferative active myoblasts were cultured in DMEM containing 10% heatinactivated fetal bovine and differentiation was induced by changing the culture medium to DMEM containing 2% horse serum. Both media were supplemented with 50 units/mL penicillin and 50 µg/mL streptomycin; and cell cultures were maintained at 37°C, 5% CO 2 .
2.3: Measurement of ROS
Myoblasts or myotubes cultured in 24-well plates were washed in serum-free media and incubated for 20 min at room temperature with 25µM of 2',7'-dichlorodihydrofluorescein diacetate (H 2 DCFDA) (Molecular Probes cat#D399). Cells were washed twice with serum-free media and incubated with media containing three different concentration of GOx (0.005, 0.05 and 0.5 U/ml). The change in fluorescent signal from nonfluorescent H 2 DCFDA to the highly fluorescent 2',7'-dichlorofluorescein (DCF) was monitored by Microplate Fluorescence Reader (Bio-Tek Instruments Inc., Winooski, VT) at 0, 5, 15, 30 and 60 min after GOx was added.
2.4: Preparation of whole cell, nuclear and mitochondrial extract; and Western analysis
Whole cell, nuclear and mitochondrial extracts were prepared as described earlier [38] . The protein concentration was determined with Bradford reagent (Bio-Rad, Hercules, CA) using bovine serum albumin (BSA) as the standard. Western analysis was performed as described earlier [56] with the membranes sequentially probed using antibodies against: DNA Ligase 3 (QED Bioscience Inc., San Diego, CA), Pax7 (R&D Systems, Minneapolis, MN), PCNA and myogenin (Santa Cruz Biotechnology, Santa Cruz, CA), nucleolin (Abcam, Cambridge, UK), APE1 (Novus Biologicals, Littleton, CO), GAPDH, caspase-9, caspase-8 and caspase-3 (Cell Signaling Technology, Danvers, MA), the 56KDa subunit of ATP synthase (Molecular Probe-Invitrogen, Carlsbad, CA) and FLAG-HRP conjugated (SIGMA, St. Louis, MO).
2.5: Myoblasts transfection with EXOG or OGG1
Human EXOG cDNA was cloned into p3x-FLAG-CMV-14 vector (SIGMA, St. Louis, MO) as described earlier [34, 35] . Human cDNA of mitochondrial-specific OGG1 was cloned in pCDEB mammalian expression plasmid [57] . The myoblasts were transfected using Lipofectamine 2000 (Invitrogen, Carlsbad, CA) per the manufacturer's protocol. At 24 h after myoblast transfection, differentiation was initiated by media change. Expression of EXOG was monitored by Western analysis with anti-FLAG-specific antibodies.
2.6: Quantification of DNA damage
Total DNA from mock-and GOx-treated cells was isolated using DNase Blood and Tissue Kit (QIAGEN, Hilden, Germany). Gene-specific semi-quantitative PCR assays to measure DNA damage were performed as described earlier [58] using LongAmp Taq DNA Polymerase (New England BioLabs, Ipswich, MA). Briefly, damage to nuclear DNA was estimated by quantification of the PCR amplification of the 9kb nuclear-specific DNA fragment using PicoGreen fluorescent dye to detect double-stranded DNA (Quant-iT™ PicoGreen, Molecular Probe). Damage to the mitochondrial DNA was estimated by quantification of the PCR amplification of the 10kb mitochondrial-specific DNA fragment using PicoGreen staining. Obtained data was normalized by the PCR amplification of 117bp mitochondrial genome-specific fragment for correction of the multiple copies of the mitochondrial genome. Preliminary assays were carried out to ensure the linearity of PCR amplification with respect to the number of cycles and DNA concentration.
2.7: Assay of BER
The total repair assay was carried out as described earlier [17, 30, 59] . The sequences of oligonucleotide duplexes used in this study are shown in Table 1 . Repair of uracil-(U), 5-hydroxyuracil-(5-OHU) or tetrahydrofuran-(THF) containing oligo duplexes were assayed in 20 µL assay buffer containing 20 µM each of 4 unlabeled dNTPs, 4 µCi [ά- 32 P] dCTP or [ά-
32 P] dATP, and 5 µg of the nuclear or mitochondrial protein extract. After incubation at 37°C for 60 min, the reaction was terminated by addition of 10 µl of 70% formamide. The APEspecific activity was determined as described before [60] with oligo3 (Table 1) labeled at the 5'-end with [γ-32 P] ATP and T4 polynucleotide kinase (New England BioLabs, Ipswich, MA) and annealed with an equimolar amount of the complementary strand with C opposite the THF residue. The 20 µl reaction was carried out in 50 mM Tris-HCl (pH 8.6), 50 mM KCl, 2 mM MgCl 2 , 0.2 pmol 32 P-labeled oligo and 50 nM unlabeled oligo substrate. After incubation with 30 ng nuclear extracts isolated from myoblasts or myotubes at 37°C for 10 min, 10 µl loading solution (90% formamide, 0.05% bromophenol blue and 0.05% xylene cyanol) was added to the assay mixture to terminate reaction. DNA polymerase and ligase activity was assayed as described earlier [61, 62] . Activity of DNA polymerases was measured using oligo4 (Table 1 ) and 1 µg of the nuclear extract isolated from the myoblasts or the myotubes, for 30 min at 37°C. Incorporation of nucleotides was monitored with the presence of [ά-
32 P] dATP in the reaction mixture. The DNA ligation was assayed using oligo5 duplex (Table 1 ) with 26-mer 5'-end labeled using [γ-
32 P] ATP and T4 polynucleotide kinase (New England BioLabs, Ipswich, MA) before annealing, for 1 h at 37°C. In analysis of all BER activities, the product was separated from the substrate by electrophoresis in a 20% acrylamide/7M urea gel. The radioactivity in substrate/product bands was quantitated by PhosphorImager (Molecular Dynamics, Sunnyvale, CA) using ImageQuant software. Preliminary enzyme assays were carried out to ensure the Table 1 . Oligonucleotides used in this study. linearity of the reaction with respect to both time and the amount of extracts.
2.8: Activity of citrate synthase
The specific activity of citrate synthase was analyzed using a Citrate Synthase Assay Kit (SIGMA-Aldrich, St. Louis, MO) according to manufacturer's recommendations, to calculate the mitochondrial volume of myoblasts and myotubes, as described before [63] .
2.9: MTT cell viability assay
Viability of the mock-and GOx-treated myoblasts and myotubes was determined using a Cell Proliferation (MTT) kit (Roche, Applied Science, Penzberg, Germany) according to manufacturer's recommendation. Briefly, ~7,000 cells were seeded into each well of a 96-well plate, with ~50% or 90% confluency for the myoblasts and myotubes, respectively. Myoblasts were differentiated into myotubes after incubation for 4 days in differentiated media. Cells were treated with various concentration of GOx for 1 h, and 24 h later loaded with 10 mg/ml of MTT-labeling reagent. The cells were incubated for additional 4 h, followed by the addition of the solubilization solution and incubation overnight at 37°C. The changes in absorbance were monitored using a micro-plate reader (BioRad, Hercules, CA) at 570 nm. The absorbance of control, untreated cells was considered to indicate 100% cell viability. To test the effect of caspase inhibitors on the viability of myoblasts and myotubes treated with GOx, cells were preincubated for 30 min with 10 or 30µM Z-VAD-FMK (BD, Bioscience), the general caspase inhibitor, prior to the GOx challenge.
2.10: Total Glutathione (GSSG+GSH) measurement
The content of total glutathione in the myoblasts and myotubes was determine using OxiSelect Total Glutathione (GSSG/GSH) assay kit (Cell Biolabs, San Diego, CA) according to manufacture's recommendation.
2.11: Annexin V-propidium iodide (PI) staining for apoptosis/necrosis detection by flow cytometry
The detection of apoptosis/necrosis of myoblasts treated with 0.005 and 0.02 U/ml of GOx was performed 4 h after treatment by Annexin V-PI staining followed by flow cytometry using Annexin V-FITC Apoptosis Detection Kit according to manufacture's recommendation (Sigma-Aldrich, St. Louis, MO). Briefly, control and treated cells were trypsinized, washed in ice-cold PBS and re-suspended in 1 ml Binding Buffer. Then, 1×10 5 cells (500 µl) were incubated with 5 µl Annexin V FITC and 10 µl PI for 10 min at 25°C in the dark, and analyzed immediately using a Guava EasyCyte Plus Flow Cytometer (Millipore, Billerica, MA). The early and late apoptotic cells, and as well as the necrotic cells, were estimated as the percentage of the total number of cells by CytoSoft 5.3 Software (Millipore, Billerica, MA).
2.12: Statistical analysis
At least three independent experiments were carried out in duplicate for each assay. The results are presented as mean ± standard error (s.e.m.) and analyzed for statistical significance with one-way ANOVA. A p value ≤ 0.05 was considered as statistical significant and marked by *.
Results and Discussion
3.1: Differentiated myotubes have higher mitochondrial volume and total glutathione level
To test the importance of the integrity of the nuclear and mitochondrial genomes and their faithful repair during skeletal muscle differentiation, we used mouse C2C12 cells. The C2C12 cellular model recapitulates the process of muscle cells differentiation in vivo, as shown by irreversible cell cycle withdrawal, repression of cell proliferation-associated genes and expression of terminally differentiated muscle-specific genes [64] . Proliferating myoblasts differ morphologically from terminally differentiated, non-proliferating myotubes ( Figure  1A ), as they express different sets of proteins. To confirm proper differentiation, we monitored the expression of the transcription factor paired-box 7 (Pax7) and proliferating cell nuclear antigen (PCNA), known to be inhibited during myoblast differentiation or by repression of cellular proliferation, respectively [65, 66] , as well as expression of myogenin, known to be positively associated with differentiation [67] ; these were accomplished by Western analysis of myoblasts at days 0-4 after induction of differentiation. The results clearly indicate that the process of myoblast differentiation is accurately recapitulated, as shown by decreased expression of Pax7 and PCNA and increased expression of myogenin ( Figure 1B) . In all subsequent experiments, we used myoblasts and terminally differentiated myotubes at 4 days after induction of differentiation.
Cellular protection against oxidative damage includes elimination of ROS by antioxidant molecules (e.g., glutathione), ROS-inactivating antioxidant enzymes, removal of damaged macromolecules and the repair of oxidatively damaged DNA. First, we calculated the total level of glutathione (GSSG+GSH) in myoblasts and myotubes. We detected a 2-fold increase in the level of total glutathione in myotubes in comparison to myoblasts, 21.3±2.2 and 42.0±2.3 µM/mg protein, respectively ( Figure 1C ), similarly as reported before [68, 69, 70] . Next, we compared the expression of three major antioxidant enzymes, namely MnSOD, CU/ZnSOD and catalase, by Western blot analysis ( Figure 1D ). Due to their different subcellular localizations, we normalized the level of MnSOD to the specific activity of citrate synthase and the level of Cu/ZnSOD and catalase to the expression level of GAPDH, since these are localized in the mitochondria and cytoplasm, respectively. Similar to earlier reports [55] , we observed a 4-fold increase in citrate synthase activity in the myotubes compared to myoblasts ( Figure 1E ), indicating an increase in mitochondrial biogenesis as a function of myoblasts differentiation. Although we observed increased expression of MnSOD during differentiation in the total cell extract, the normalized level of MnSOD was slightly reduced in the myotubes, as compared to myoblasts ( Figure 1D, F) . The normalized expression of Cu/ ZnSOD was reduced by 70% in differentiated myotubes, while catalase levels remained essentially unchanged ( Figure 1F ). Together, obtained data showed that the process of myoblast differentiation increases mitochondrial biogenesis and the level of total glutathione, while negatively regulating the expression of Cu/ZnSOD.
3.2: Mitochondrial genome of proliferating myoblasts is highly susceptible to oxidative damage
Next, we examined the effect of ROS on the integrity of both the nuclear and mitochondrial genomes, by challenging myoblasts and myotubes with various concentrations of glucose oxidase (GOx), which in the presence of glucose generates hydrogen peroxide [71] . To verify that GOx induces the production of similar amounts of hydrogen peroxide in both cells, we monitored the fluorescence of oxidized DCF dye. As shown in Figure 2A , a similar amount of ROS with three different concentration of GOx was detected for both cells in a time-dependent manner. Hence, we treated myoblasts and myotubes with various concentrations of GOx for 1 h and measured the integrity of their genomes by PCR of long DNA targets. This method allows us to monitor directly the integrity of both the nuclear and mitochondrial genome without separate isolation of the nuclear and mitochondrial DNA [58] ; and detects mostly SSBs because the majority of oxidative DNA base lesions are by-passed by replicative DNA polymerases [72, 73] . To facilitate comparisons, we set the amount of PCR amplification with nuclear-and mitochondrial-specific primers in untreated (UT) myoblasts at 1 and the obtained PCR signal in myotubes was quantified in two separate ways: i) relatively to the myoblasts and ii) independently, when it was also set as 1. This approach allowed us to monitor the difference between myoblasts and myotubes as well as evaluate both cell types independently. As expected, amplification of the 9kb nuclear genome-specific DNA fragment decreased with increasing concentrations of GOx, in both myoblasts and myotubes ( Figure 2B ). Although we observed ~30% higher integrity of the nuclear genome in UT myotubes compared to the myoblasts, the sensitivity to oxidative damage of the nuclear genome in both cell types was comparable ( Figure 2B) . Similarly, the integrity of the mitochondrial genome in UT myotubes was higher than in control myoblasts ( Figure 2C ), but the mitochondrial genome of myoblasts was much more sensitive to hydrogen peroxide than that of the myotubes ( Figure 2C ). Even at the relatively low GOx concentration (0.02U/ml), less than 10% of the mitochondrial genome was intact in myoblasts compared to 60% of myotubes ( Figure 2C ). Under similar conditions, more than 90% of the nuclear genome in both cells remained unaffected ( Figure 2B ). It is generally accepted that the mitochondrial genome is more sensitive to oxidative damage than its nuclear counterpart, mainly due to its unchromatinized nature and close proximity to OXPHOS [13, 14, 15] , and our data support this assumption ( Figure 2B,C) . However, the observed difference in the sensitivity of the mitochondrial genome to oxidative damage between the two cell types was unexpected. We speculated that, since comparable levels of ROS were generated by GOx in myoblasts and myotubes (Figure 2A ), the observed difference in oxidative damage of the mitochondrial genome of myoblasts must be due to intrinsic properties of these two respective cell types. The replication of the mitochondrial genome is cell cycle independent [74] ; thus, we analyzed changes in the mitochondrial DNA copy number of the myoblasts and myotubes and as a function of increasing concentrations of hydrogen peroxide. Interestingly, although we detected 3-fold more mitochondrial genomes in the myotubes, which correlates with increases in mitochondrial biogenesis ( Figure 1E ), we observed a steady increase in the number of mitochondrial genome copies in both cells as a function of increasing concentration of GOx, with slightly more in the myoblasts ( Figure 2D ). We speculate that increasing mitochondrial genome replication may be one of the first, rapid-onset mechanisms which serves to compensate for sudden increases in oxidative stress.
It has been reported that proliferating and active myoblasts rely mostly on ATP derived from glycolysis, while in fully differentiated muscle cells, OXPHOS is the predominant source of ATP [75, 76] . The bioenergetic remodeling that occurs during skeletal muscle differentiation leads to changes in the mitochondrial ROS synthesis profile [55, 77] , which may influence the sensitivity of the mitochondrial DNA to oxidative damage. The 16.5kb circular, plasmid-like mitochondrial genome of mammalian cells is organized in a packed nucleoid structure associated with the inner mitochondrial membrane [78, 79, 80] ; whether structural changes in the organization of nucleoids of proliferating vs. terminally differentiated cells may, in turn, reflect an increase vulnerability to oxidative damage remains to be investigated. In addition, oxidants have been shown to have a more profound effect on induction of the mitochondrial genome resulting in mitochondrial dysfunction [81] . To the best of our knowledge, this is the first report showing differences in the sensitivity of the mitochondrial genome to oxidative damage between proliferating and resting cells; it is conceivable that this difference reflects corresponding differences in the DNA repair capacities of different cell states.
3.3: The repair capacities for oxidative damage in nucleus of myotubes is highly reduced
The major pathway for correcting oxidatively damaged DNA in both the nuclear and the mitochondrial genomes is the BER/SSB repair pathway [18, 19, 20] . Therefore, we next analyzed the BER activity in nuclear fractions of myobasts and myotubes. Purity of the nuclear and mitochondrial extracts was determined by Western analysis with antibodies against nucleolin and 56kDa subunits of ATP synthase, localized exclusively in the nucleus and the mitochondria, respectively ( Figure 3A) . Only fractions without significant cross contamination were used in further experiments. First, we tested nuclear extracts of myoblasts and myotubes for total repair efficiency for uracil (U), 5-hydroxy uracil (5-OHU) and tetrahydrofuran (THF) whose repair follows the SN-(U, 5-OHU) and LP-BER (THF) pathway. Generally, the repair efficiency for all tested base lesions were several-fold lower in the nuclear extracts of myotubes compare to myoblasts ( Figure 3B ). Since, the excision of these lesions from oligo duplexes during repair is initiated by distinct enzymes: uracil DNA glycosylase (UDG), nei-like 1/2 DNA glycosylase (NEIL1/NEIL2) or endonuclease three homolog 1 DNA glycosylase (NTH1) and apurinic endonuclease 1 (APE1), respectively [20] ; our observation strongly suggest general decrease in BER activities in resting myotubes. It was previously reported that nuclear extracts of myotubes are defective in BER activity, due to reduced level of Lig1, resulting in an accumulation of unligated repair intermediates [82] . Since we detected a reduction not only of the final repair product (P) but also in the level of repair intermediates (INT, Figure 3B ), particularly for U and 5-OHU, we next examined the individual activities of APE1, UDG, DNA polymerase and DNA ligase to detect which step of the BER process is affected during differentiation of the skeletal muscle cells. Interestingly, comparable levels of the 30nt-long cleavage product of the 52 nucleotide THF-containing oligo in the nuclear extracts of myoblasts and myotubes was observed ( Figure 3C ), indicating that myoblast differentiation does not affect APE1 activity. This result was further confirmed by Western analysis of the APE1 level ( Figure 3D ). Similarly, we did not detect any significant differences in activity of UDG in the nuclear extracts of both cells (data not shown). In contrast, we detected a 5-fold reduction in DNA polymerase ( Figure 3E ) and a 10-fold decrease in DNA ligase activities ( Figure 3F ) in the nuclear extracts of myotubes, in comparison to myoblasts. Although an earlier report indicated that the level of Polβ involved in nuclear BER was unchanged during muscle cells differentiation [82] , the involvement of replicative DNA polymerase δ/ε in the repair of oxidized DNA bases has not yet been investigated. Interestingly, we could not detect changes in the expression level of Lig3 during myoblast differentiation ( Figure 3D) . Therefore, the decrease in DNA ligase activity observed in the current study is likely the consequence of a decreased expression of Lig1, as previously shown [82] . It is generally accepted that, in the SN-BER, the single nucleotide is replaced by Polß and the gap is rejoined by Lig3, in opposite to the LP-BER, where Polδε together with Lig1 complete the repair [18, 83, 84, 85] . However, the interaction of Polß with Lig1 in nuclear LP-BER has also been reported [86] . Together, our data show a significant deficiency in repair activity for oxidatively damaged DNA bases in the nuclear extracts of myotubes, which is linked with reductions in both DNA repair synthesis and ligation.
3.4: Mitochondrial extract of myoblasts accumulates oxidative damage repair intermediates
Recent data indicate that repair of the oxidative damaged mitochondrial genome proceeds mainly through multinucleotide repair patch, a signature of the LP-BER pathway (our unpublished data and [31] ). Thus, we analyzed total repair efficiency using THF-containing oligo, which repair proceeds through LP-BER, and the mitochondrial extracts of myoblasts and myotubes. Although the total repair activity of the mitochondrial extract of myotubes was slightly reduced compared to that of myoblasts, we noticed significant accumulation of repair intermediates (INT), particularly in the mitochondrial extracts of myoblasts ( Figure 4A ). The strong signal observed in this assay represents an incorporation by Polγ radiolabelled nucleotide, ruling out any deficiency in DNA repair synthesis mediated by Polγ, but rather indicating reduced 5' end-processing or DNA ligation step. However, as we showed earlier, we could not detect changes in the level of Lig3 during myoblast differentiation (Figure 3D ), the only DNA ligase present in the mitochondria [27, 87] . Thus, we speculate that processing is impaired of the 5'-end at the DNA strand break during repair in the mitochondrial extracts of myoblasts. This scenario could also explain the rapid accumulation of SSBs in the mitochondrial genome of myoblasts after GOx treatment as repair intermediates ( Figure 2C ). To confirm this hypothesis, we induced a similar level of DNA damage in the mitochondrial genome of the myoblasts and the myotubes, by incubating them for 1 h with 0.02 U/ml and 0.25 U/ml of GOx, respectively. Under these conditions, the integrity of the mitochondrial genome in both cells was reduced to a comparable level (Figure 4B) , similar to what we showed earlier ( Figure 2C ). Next, we monitored the rate of mitochondrial genome repair at various times. A steady increase in mitochondrial genome integrity, indicating a proper repair process, was observed in the myotubes but not the myoblasts, confirming a deficiency in DNA repair of the latter ( Figure 4B ). We cannot exclude the possibility that the observed difference is related to replication of the mitochondrial genome, which is cell cycle independent [74] . Although we detected a 3-fold higher number of mitochondrial genome in the myotubes in comparison to myoblasts ( Figure 4C) , replication of the mitochondrial genome could not account for this deficiency in repair of the mitochondrial genome in the myoblasts, since we could not detect major changes in this parameter ( Figure 2D ). An increased number of mitochondrial genomes in myotubes correlates with an increase of mitochondrial biogenesis, which was observed during the process of myoblast differentiation ( Figure 1E ). Together, our data indicate that a deficiency in the 5' end-processing step of mitochondrial BER in myoblasts is the most likely cause of the accumulation of repair intermediates during oxidative stress.
3.5: Ectopic expression of EXOG, mitochondrialspecific 5' endonuclease, increases resistance to oxidative stress of proliferating myoblasts
Recently, we characterized a novel 5' exo/endonuclease, EXOG involved in processing the 5' end at the DNA strand breaks generated during mitochondrial LP-BER [17, 35] . To test our hypothesis that deficiency in 5' end-processing activities is rate limiting in the repair of the oxidatively damaged mitochondrial genome of myoblasts, we ectopically expressed human EXOG-FLAG-tagged, challenged transfected cells with GOx and monitored the integrity of the mitochondrial genome. Expression of EXOG in both cells was monitored by Western analysis using FLAG-specific antibodies ( Figure 5A) . A significant resistance to oxidative damage was observed in the EXOG-transfected myoblasts, but not in the myotubes ( Figure  5B) . As a control, we used overexpression of mitochondriatargeted OGG1 and could not detect any significant changes ( Figure 5C ). Although several earlier studies showed the protective effect of overexpression of OGG1 in the mitochondria [88, 89, 90, 91] , none of these studies investigated its effect on the repair of SSBs in the mitochondrial genome. This observation shows that processing of the 5' end at the strand breaks in the mitochondrial genome of proliferating myoblasts is the rate limiting step of mitochondrial SSBR, as measured by deficiency in 5' exonuclease activity provided by EXOG.
3.6: Oxidative stress induce apoptosis in myoblasts reduced their viability
We have demonstrated so far that oxidants have a more profound negative effect on the integrity of the mitochondrial genomes of myoblasts, but their effect on cellular viability has not yet been explored. We recently showed that accumulation of unrepaired SSBs in the mitochondrial genome alone triggers cell death [17] . Here, we utilized the MTT assay to determine cellular viability in response to oxidative stress [92] . As expected, myoblasts turned out to be more sensitive to GOx treatment than myoblasts, as determined by MTT reduction ( Figure 6A ). This result strongly supports our previous observation that even a relatively low concentration of GOx (0.02 U/ml) dramatically decreases the integrity of the mitochondrial genome and the viability of myoblasts, but has a marginal effect in myotubes ( Figure 2B and Figure 6A ). We speculated that, similarly to our prior studies [17] , unrepaired mitochondrial genome-specific repair intermediates may activate the intrinsic apoptotic pathway. To explore this possibility, we treated myoblasts with various concentrations of GOx for 1 h and stained the cells with Annexin V/PI, indicating externalization of phosphatidylserine and plasma membrane permeability [93, 94] . Cell death was determined 4 h after GOx treatment by flow cytometry. This type of analysis discriminates early apoptotic (Annexin V-positive, PI-negative) from late apoptotic (Annexin V/PI-double positive) or necrotic (Annexin V-negative, PI-positive) cell populations. We detected a significant increase in both early and late apoptotic cell population in lower GOx concentration ( Figure 6B) . However, higher level of GOx concentration -in addition to increasing the percentage of apoptotic cells -also increased the population of Annexin V negative, PI positive cells, indicating necrosis. To further explore the activation of the intrinsic apoptotic pathway, we analyzed the activation of caspase-9 and caspase-3 by Western analysis in myoblasts treated with 0.01 U GOx/ml. As shown in Figure 6C , we detected a decreased signal of uncleaved caspase-3 and of the cleavage product of caspase-9, indicating activation of both caspases. In addition, we tested the effect of the pan-specific caspase inhibitor z-VAD-fmk in the MTT assay. The viability of myoblasts treated with two different concentrations of GOx was significantly higher when cells were pre-treated with z-VAD-fmk ( Figure 6D ). Together, obtained data showed that unrepaired mitochondrial genome damage initiated cell death, mainly through induction of the apoptotic pathway.
In summary, our results showed that the mitochondrial genome of proliferating C2C12 myoblasts is particularly sensitive to oxidative damage due to a deficiency in the 5' endprocessing at the DNA strand breaks during mitochondrial genome repair via BER/SSBR. We showed that accumulation of repair intermediates, namely SSBs, in the mitochondrial genome of proliferating myoblasts impacts their viability inducing apoptosis. This result supports our previous observation that damage to the mitochondrial genome alone could initiate the intrinsic apoptotic pathway [17] . Significant resistance to the cell death induced by several genotoxic agents in the terminally differentiated muscle cells has been also reported [95, 96] . Similarly, resistance to DNA damage was observed in differentiated astrocytes [97] . However, this effect has been linked with a defective signaling pathway of p53 in the myotubes [95, 96] or lack of proper DNA damage response due to a deficiency of ATM [97] . The role of mitochondrial genome integrity in these processes has not been studied.
Skeletal muscle represents an important model for studying the role of the mitochondria during cell growth and differentiation. Myoblasts cultured in vitro induced by cell confluence and serum deprivation follow a myogenic program including withdrawal from the cell cycle, synthesis of musclespecific proteins, and fusion onto multinucleated myotubes (Figure 1 ) [98, 99] . Although the importance of the mitochondria in cell growth, cell proliferation, cell death and cell differentiation has been studied previously [100, 101] , the role of mitochondrial genome damage and its repair during cellular differentiation has not yet been explored. Differentiation appears to be closely associated with mitochondrial function and biogenesis, since increases in mitochondrial mass/volume, mitochondrial DNA copy number, mitochondrial enzyme activity and mitochondrial RNA levels were detected within 48 h of myoblast differentiation (Figure 1 and Figure 4) [100, 102] . During aging, satellite cells lose both mitogenic and myogenic abilities, decreasing their number in both mice and humans [103] . We have recently shown that human skeletal muscle satellite cells in older adults are incapable of proliferating when exposed to stimulus, e.g., resistance exercise [104] . Moreover, our unpublished data with human primary skeletal muscle cultures indicate a deficiency in the expression of EXOG in non-Pax7-positevely stain cells, representing the population of replicating stem and progenitor cells (unpublished data). Oxidative stress plays an important role in the development of sarcopenia and in several muscular dystrophies [105, 106, 107, 108] . It has been proposed that accelerated apoptosis in aging muscle may reflect skeletal muscle pathogenesis [108, 109] . The results from the present study provide the first clear evidence that proliferating myoblasts are particularly sensitive to oxidative damage due to deficient repair mechanisms in the mitochondrial genome along with lower antioxidant capacities. Our cell culture studies suggest that accumulation of unrepaired damage may be an important factor in the impaired proliferative capabilities of mitochondrial during skeletal muscle regeneration.
